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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference; Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett. 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ jPenalty for a mismatch:]" 

[I Use Mega BLAST Strand option || 



Open gap fii and extension gap [i j penalties 



gapx dropoff [so I expect 1 10.0 1 word size [3 : Filter Hjf |§AHgo;| 



Sequence 1 Enter accession or GI [seq id 2 or download from file 



or sequence in FASTA format from: o 



:to: o 



LWTWGWAKTQDPEPAS S ATITDPQKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNM 
UATESIJ^SAELTPSDHPFWGITGGGLGMMVYQDPRENHPGFH^SSGYSAGMIAGQTHT 
FSIJCFSQTYTKLNERYAKNNVSSKNYSCQGEb 

QGENLTSQGTFRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAIX3IYSSLSHFTEVGAYPRS 
FSTKTPLINVLVPIGVKGSFMNATQRP^AWTVEIAYQ 

GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF - 



Sequence 2 Enter accession or GI [ct2 mcjrd: or download from file £ 
or sequence in FASTA format from:fo jto:[o j 



VAGLEKDPVA 



Comments and suggestions to blast-help@ncbi.nlm.nih. gov 



http://www.nebl.nlm.nlh.gov/blast/W2seq/W2.Mml 
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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Matrix ||BmS|M62iI^rtl| gap open:[Tij gap extension: [Tj 
xjdropoff: [sol expect[IoTo] wordsize: \T) EltSI M |j^§gj| 

Sequence 1 lcl|seq^l Length 965 5>&Q* ' > ~ Z - 

Sequence2 lcl|seq_2 Length 10 pT^C?"^ 
No significant similarity was found 



http^/www. ncbl.nfm.nlh.gov/blfl8t/bl25eq/wblast2.cgl? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Pro gram j§] 



Parameters used in BLASTN prog ram only: 

Reward for a match:) Penalty for a mismatch:^ 



U Use Mega BLAST Strand option 



Open gap [n j and extension gap [l j penalties 

gapx_dropoff [so jfiB^[ig.o = word size }3 \ Filter 15? [f|ffig|| 



Sequence 1 Enter accession or GI |seq id 2 or download from file £ 
or sequence in FASTA format from:|o 



J to: E 



Li£>UV JMidLi J.UU X &f X £-iTUljTrUUj^& VriU_tt> J. &£^t^UNUljAdUU£lL'r bliLtN V f fl i uwuu 

LWTWGWAKTQDPEPASSATITDPQKANRFHRTLI^TWLPAGYVTS PKHRS PLIANTLWGNM 
LLATESLKNSAELT PSDHPFWGITGGGLGMMVTQDPRENHTC 

FSLKFSQTYTKLNERYAKNNVS SKNYSCQGEMLFSLQEGFIiTKLVGLYSYGDHNCHHFYT 
QGEtlLTS^TFRSQTMGGAWFDLPMKPFGSTHILTAPFWy^LGIYSSLSHFTEVGAYP^ 
FSTKTPLINVXVPIGvXGSFMNATQRPQAWTCE^ 

GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSS^TFCNYLNGEIALRF 



Sequence 2 Enter accession or GI [ct4 murtx or download from file 

ito:|o 



or sequence in FASTA format from: 



PTTS DVAGLEKD PVA 



Comments and suggestions to blast-help @ ncbi. nlnunih. g ov 



http://www.ncbl.nlm.nih.gov/blast/bl28eq/bl2.html 
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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.23 [Apr-24-2002] 

Matrix |^g^^j^^^|r^ open:fHj gap extension: [Tj 
x_dropoff: [so] expecfc[iO . 0 j wordsize: [5~j Filter j^Sffgngl 



Sequence 1 Icl|seqJ Length 965 * ^*->° : 2- 

Sequence2 lcl|seq_2 Length 15 f>T~l CT^ 
No significant similarity was found 



http7/www.ncbI.nlm.nlh.gov/bla8t/bl2fleq/wblast2.cgl? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment. 
The stand-alone executable for blasting two sequences (M2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program J 



j^Ma^ fmSUM621j)^-j 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ [Penalty for a mismatch:^ 



(1 Use Mega BLAST Strand option HEmpSBP 



Open gap |ii | and extension gap [i j penalties 

gap x_dropoff [ 50 j expect jio.O; word size |3 j Filter 0 [j^Ppj 



Sequence 1 Enter accession or GI [seq id 2 or download from file 



or sequence in FASTA format from:[o ~ jto:[F 



LWTWGWAKTQDPEP AS SATITDPQKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNM 
LIATESLKNSAELTPS DHPFWGITGGGI^GMMVYQDPRENHPGFHMRS SGYS AGMIAGQTHT 
FSLKFSQTYTKLNERYAKNNVSSKNYSCQGEMLFSI^EGFLLTK^ 
QGE^TSCK»TFRSQTMGGAWFDLPMKPFGSTHILTAPFLGALGIYSSLSHFTE 
FSTKTPLINVLVP I GVICGSFMNATQRPQAWTV^IJIYQPVIjYRQEPGI ATQLLASKG IWFGS 
GS P S SRHAMS YKI S QQTQPLSWLTLHFQ YHGFYS S STFCNYLNGEI ALRF 








Sequence 2 Enter accession or GI |ct6 kord:; or download from file | 
or sequence in FASTA format from: |o jto: 0 


PTTSDVAGLEKDPKD 











Comments and suggestions to blast-help@ncbLnlm.nik $ov 



http^/www.ncbI.nlm.nih.Q0v/blast/bl2aeq/bl2.html 
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Blast 2 Sequenc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



^ ^mSWSBB^ gap open:[uj gap exten sion: g] 
x_dropoff: [so] expectfToTol wordsize: [Tl Bltel M li^MIl 



Sequence 1 lcl|seq_l Length 965 5<^0 "O 
Sequence 2 Icl|seq_2 Length 15 0~&C~T (p 
No significant similarity was found 



http7/www.ncbl.nlm.nih.gov/bla8t/bl2se<^wbla8t2.cgt? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

jPenalty for a mismatch:j~ 



Reward for a match: 



U UseMsgaBLASl Strand option |B«mB»HjgSl 



Open gap | n | and extension gap \\~) penalties 

gap x^dropoff fio 1 expect |io . 0 i word size [3 I Filter W$ feffgjj^ 



Sequence 1 Enter accession or GI [seq id 2 or download from file 



or sequence in FASTA format from: 0 ito: o j 






uz> u v Mia Li iuu I law d f x c*iTUL»inAiji> s\i*rtu& j. & cji^unuuKAUunur ^LdNvrnzuwuvi 

LWTWGWAKTQDPEPASSATITDPQKANRFHRTLLLTW^ 

L1ATESLKNS AELT PSDHPFWGITGGGLGMMVYQDPRENHPGFHM^ 

FSLKFSQTYTKLNERYAKNWSSKNYSCQGEMLFSLQEGFL^ 

QGENLTSQGTFRSQTMGGAWFDLFMKPFGSTHILTAPFIX3AI^ 

F STKTPL INVLVP I GTOGSFMNATQRPQ AWTVELAYQPVL YRQE PG I ATQLLASKG I WFG S 
GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYIiNGEIALRF 












Sequence 2 Enter accession or GI CT7 murd: or download from file | 



or sequence in FASTA format from: 10 



to: 



NP AS TT S DVAGLEKD PV A 



fUtl 



Comments and suggestions to blast'falp@ncbhnlm*r\ih t gQV 



http7Avww.ncb1.ntm.nth.gov/bla8t/bt28eq/bl2.htmt 



Tuesday. July 23. 2002 



Blast Result 



Page: 1 



8 



NCB 



1 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2 23 [Apr-24-2002] 



Maais lffiy^^^^liii gap opeP-E gap extension: [TJ 
x_dropoff: [so] expect fioTo] wordsize: [71 Bltei M 



Sequence 1 lcl|seq_I Length 965 S e & i o <o cX .-Z.- 
Sequence 2 Icllseq_2 Length 18 P'tT'CT ^ 
No significant similarity was found 



http'7/www.ncbl.nlm.nlh.gov/blast/bl28eq^blast2.cgl? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of tw given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



^1 Matrix. 



Parameters used in BLASTN prog ram only: 

Reward f r a match:[ jPenalty for a mismatch:[" 



m UseMsgaBLASI Strand option (^^^^^g^ 



Open gap |ii j and extension gap |i J penalties 

gapx_dropoff [so I £5pejcl|io .oi word size [3 iEllSI® (5||||p 



Sequence 1 Enter accession or GI Iseq id 2 or download from file 



or sequence in FASTA format from:] 0 ;to:|o 


bbuv JMiSi-. x uu x a f x fi&XLn/iHrtJj& a u*tuj£> x £> e^u> u^ux^uunut soun vrni owy*j 
LWTWGWAKTQDPEP AS SATITDPQKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNM 
LIJVTESLKNSAELTPSDHPFWGITGGGLGMMVYQDPRENHPGFH^ 

F S LKF S QTYTKLNERYAKNNVS S KNY S CQGEMLF S LQEGFLLTKLVGL YS YGDHNCHHFYT 
QGENLTSGOTFTISG^ITCGGAVFFDLPMKPFGSTH 

F STKT PL INVLVP I GVKG S FMNATQR PQ AWTVELA YQ PVL YRQEPG IATQLLASKG IWFG S 
GSPSSRHAMSYKISO^^PLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF 









Sequence 2 Enter accession or GI Ict8 jcjrd: or download from file 



or sequence in FASTA format from: 0 


;to:|0 | 




NPASTTS DVAGLEKDPKD 











Comments and suggestions to blast-kelp @ncbi.nlm.nik g ov 



httpL//wv<rt¥. ncbl.nlm.nlh.gov/bla8t/bl2aoq/bt2.htm1 
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Blast 2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 223 [Apr-24-2002] 




ggggj gap open:[Iij gap extension: [Tj 



x„dropoff: [so] expect| io.ol wordsize: Elter 1^ (|| 



Sequence 1 IcljseqJ Length 965 $ ^ Q « D .AJ O. 

Sequence 2 lcl|seq_2 Length 18 pT^p-Cy ^ 
No significant similarity was found 



hnp://www.ncbKnlm.n{h.gov/blast/bt2seq/wblast2.cgi? 



